Animal botulism is mainly associated with Clostridium botulinum group III strains producing neurotoxin types C, C/D, D, and D/C. In this report, we present the draft genome sequences of fourteen strains of Clostridium botulinum producing type C/D and two strains producing type D/C isolated in France, and one strain producing type D/C that originated from New Caledonia.
nimal botulism is caused by group III C. botulinum strains that produce type C and D toxins, or a chimeric fusion of C and D termed C/D or D/C toxin (1) . Animal botulism is considered an emerging disease in Europe, notably in poultry production (2) , where it could lead to significant economic losses (3) . The actual development of molecular tools allows rapid detection (4) and characterization (5) of the strains involved in an outbreak. We previously showed (4) that animal botulism in Europe is mainly due to mosaic type C/D for avian species, and type D/C for bovine.
Currently fourteen genomes of Clostridium botulinum group III are available in the public database: two type C, seven type C/D, three type D, and two type D/C. They originate from different countries but none originate from France.
In order to investigate the epidemiological genetic relationship of strains originating from different geographical areas, we sequenced seventeen strains of Clostridium botulinum group III: fourteen type C/D and three type D/C. They all originate from France, except for one type D/C, which was isolated from New Caledonia. Isolates of type C/D originate from chicken, duck, guinea fowl, and turkey, whereas type D/C comes from bovine.
Genomic DNA was extracted from a 48-h culture, incubated at 37°C under anaerobic conditions, in TPGY medium, using the DNeasy blood and tissue kit (Qiagen, Hilden, Germany) accord- Table 1 ). On average, 2,785 coding sequences were identified in the genomes (Table 1). A detailed report on further analyses of the draft genome sequences will be released in a future publication.
Nucleotide sequence accession numbers. The annotated draft whole-genome sequences of these Clostridium botulinum group III strains were deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . The versions described in this paper are the first versions.
